2 Figure S3 . Compassion with public data. The current microarray data were compared with RNA-seq data available in the public [38] . This comparison was performed to the well-known 10 genes for oxidative enzymes in only 6 organs which were contained in both our data and the public data.
Clustering analyses were performed using the GeneSpring GX 7.3. The ratio of the signal intensity of each gene within one tissue was divided by the mean signal intensity of all 6 tissues. The red and green colors represent 2-fold up and down-regulated genes, respectively. 
